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Using array comparative genomic hybridization, we performed a genome-wide
CNV analysis (1699 SCZ cases and 824 controls). Clinically significant CNVs were significantly more
frequent in cases than in controls (odds ratio=3.04, P=9.3 x 10 9). In patients with clinically
significant CNVs, 41.7% had a history of congenital/developmental phenotypes, and the rate of
treatment resistance was significantly higher (odds ratio=2.79, P=0.0036). Gene set analysis
replicated previous findings (e.g., synapse) and identified novel biological pathways including
oxidative stress response, genomic integrity, kinase and small GTPase signaling.
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oxidative stress
response, genomic integrity, gene
expression regulation, cell adhesion,
neurotrophin signaling, kinase, synapse,

small GTPase signaling, endocytosis
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